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Abstract. Arabidopsis thaliana has a diverse but consistent root microbiome, recruited in part 24 by the release of fixed carbon in root exudates. Here we focussed on the recruitment of 25 Streptomyces bacteria, which are well established plant-growth-promoting rhizobacteria and 26 which have been proposed to be recruited to A. thaliana roots by the release of salicylic acid. 27 We generated high quality genome sequences for eight Streptomyces endophyte strains and 28 showed that although some strains do enhance plant growth, they are not attracted to, and do 29 not feed on, salicyclic acid. We used 13 as root exudates and these help shape the plant microbiome (Haichar et al 2016 , Whipps 1990 . 46 Exudates contain a diverse range of compounds, many of which may be metabolized by controls containing only Levington F2 compost were additionally exposed to 1000 ppmv of Arabidopsis thaliana Col-0 seeds were germinated as described for plant growth promotion SFM containing 50 g ml -1 apramycin (for selection), 10 g ml -1 nystatin, and 100 g ml (± 0.88%) of these compartments, respectively ( Fig. 1 and S1 ). (Fig 2) . 15 out of the 28 genera were found to be 399 metabolising exudates in the endosphere but not the rhizosphere, whereas 16 out of 29 genera 400 were metabolising exudates in the rhizosphere but not the endosphere. The remaining 13 genera 401 were enriched in the heavy fractions of both the endophytic and rhizospheric compartments, 402 suggesting that they are able to survive and make use of plant metabolites in both of these 403 niches (Table S5) . Actinobacteria (present at 20%, 15% and 3% in the soil, rhizosphere and root compartments, 423 respectively) ( Fig S1) and were therefore likely to have the upper hand at the outset of 424 competition (Scheuring and Yu 2012) . Accordingly, genera that were found to be metabolising 425 the greatest amount of exudates in the roots were also found to be enriched in the endophytic 426 compartment compared to the surrounding soil (Fig S4) . Given their diverse metabolic 427 capabilities, it is likely that streptomycetes are able to persist at low abundance by feeding on interactions with Streptomyces species, we selectively isolated these bacteria from A. thaliana 441 roots and generated high-quality genome sequences for five phylogenetically distinct
442
Streptomyces strains, as judged by initial 16S rRNA gene amplification and sequencing. We 443 also generated high-quality genome sequences for three known endophyte strains (Table 1) .
444
These are Streptomyces lydicus isolated from the commercial plant growth-promoting product (Table S4) . (Table S6) . Bacteria can use the products of this 476 reaction as a nitrogen source, and it was demonstrated in vitro that all of the isolates were 477 capable of utilising ACC as a sole nitrogen source when added to minimal medium (Fig. S6) . 478 There is evidence that the activity of this enzyme can reduce damage and early-onset We tested all the genome-sequenced stains from this study alongside the model organism S.
498
coelicolor M145. All strains were able to colonise plant roots with varying efficiencies, and 499 several of them significantly increased plant biomass in vitro (Fig. 4) growth towards SA after 10 days. (Fig. S8) . We then reasoned that altered exudate SA levels 559 might indirectly benefit streptomycetes by negatively modulating the levels of the other 560 rhizobacteria in the soil. We tested this by establishing soil microcosms in deep 12 well plates, the two inoculated strains (Fig. 7) . This suggested that neither strain had a competitive 571 advantage when greater concentrations of SA were present.
572
The simplest explanation of these results is that SA does not specifically attract 
